using the UniProt identifiers or Gene Ontology terms. Finally, data are merged together and encoded by using an XML-based syntax, and stored into the annotated database. Figure 1 depicts the architecture of the system for extracting annotations from Gene Ontology and for annotating the PPI database. Main advantage of such system is the possibility to retrieve interactions, non only proteins whose nodes have a given annotation. Let us consider protein MEC1 of yeast and its interacting partners. Let us consider, moreover, the kinase activity process. When a user searches in existing databases it will retrieve the interactions: (MEC1, TEL1), (MEC1, RNR1). Successively, he/she has to check the annotation manually to discover which proteins are annotated with kinase activity. By using the annotated PPI database user can directly specify the process retrieving desired informations.
Such a system could be useful not only for the semantic search of data, but also for the semantic-based analysis of PPI data. The analysis of PPI networks is usually done by using graph-based algorithms, and associating graph properties to biological properties of the modeled PPI. The availability of annotated data could enable the development of novel algoritms able to gather such information.
